The study of functional genomics-particularly in non-model organisms has been dramatically improved over the last few years by use of transcriptomes and RNAseq. While these studies are potentially extremely powerful, a computationally intensive procedure-the de novo construction of a reference transcriptome must be completed as a prerequisite to further analyses. The accurate reference is critically important as all downstream steps, including estimating transcript abundance are critically dependent on the construction of an accurate reference. Though a substantial amount of research has been done on assembly, only recently have the pre-assembly procedures been studied in detail. Specifically, several stand-alone error correction modules have been reported on, and while they have shown to be effective in reducing errors at the level of sequencing reads, how error correction impacts assembly accuracy is largely unknown. Here, we show via use of a simulated and empiric dataset, that applying error correction to sequencing reads has significant positive effects on assembly accuracy, and should be applied to all datasets. A list of commands with will allow for the production of Reptile corrected reads is available at https://gist.github.com/macmanes/5878728
Introduction 1 in the error correction process itself.
Results
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Thirty million 100nt paired-end (PE) reads were simulated using the program Flux Simulator Error correction of the simulated and empiric datasets was completed using the Seecer, AllPath-92 sLG, SGA, and Reptile error correction modules. Details regarding the specific numbers of nucleotide 93 changes and the proportion of reads being affected are detailed in (Table 1) . Despite the fact that each 94 software package attempted to solve the same basic problem, runtime considerations and results were 95 quite different. Trinity assembly using the uncorrected simulated reads produced an assembly con- per contig (SD=3.60 max=197). Error correction procedures were implemented as described above.
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Indeed, the resultant pattens of correction were recapitulated. Error correction using Reptile were Here, we attempt to evaluate the effects of four different error correction algorithms on assembly-ar- strategies that distinguish these alternative splicing events from real error are currently being developed. Quality metrics for simulated and experimental raw reads were generated using the program Solex- Error correction was performed on both simulated and empirical datasets using four different error cor- 
